Methods -genotyping-by-sequencing protocols
the pellet washed three times with 80% ethanol, and once with 100 % ethanol. The pellet was air-dried at room temperature. Purified library fragments were eluted using 25 µL of 10 mM Tris-HCl.
Polymerase chain reaction
The polymerase chain reaction (PCR) was prepared by combining 0.5 µL of dH2O, 12.5 µL of Bioline MyTaq HotStart (Bioline (Aust) Pty Ltd, Sydney, NSW, Australia) 2×, 1 µL of Primer F (10 µM), 1uL
Primer R (10 µM) and 10 µL of DNA template, to make up a total reaction volume of 25 µL. The reaction was run over 24 cycles on the Genepro thermal cycler with temperature and time settings as in Table S1 . restriction-enzyme cut site was retained, but both reads were trimmed when adaptor contamination was detected. One mismatch was allowed when detecting adaptor contamination, which was recognised using the sequence 'AGATCGGAAGAGCG'. Sequences were aligned with Burrows-Wheeler Aligner (ver. 0.7.12, http://bio-bwa.sourceforge.net/, accessed 17 January 2019; Li and Durbin 2009) to the E.
grandis reference genome (BRASUZ1 genome assembly ver. 2.0 (Egrandis_297_v2.0)) scaffolds (Myburg et al. 2014) downloaded from Phytozome (https://phytozome.jgi.doe.gov/, accessed 17 January 2019) using BWA (ver, 0.7.12; Li and Durbin 2009) .
Following alignment with bwa-mem (Li 2013) , the Genome Analysis Toolkit (GATK) haplotype caller detected sequence variants. Filtering was performed using the VariantAnnotation package (Obenchain et al. 2014) of SNPs with unusually high-observed heterozygosity excluded paralogs and the removal of those with unusually low observed heterozygosity relative to homozygosity excluded loci with high frequencies of null alleles. On the basis of these methods, 5493 variants from 144 individuals were used in further exploratory analyses. Random sampling was used to assemble two thinned data sets ensuring at least 500-bp separation between SNPs to reduce the effects of linkage disequilibrium. Results from only one thinned dataset are shown, as the two sets of results were consistent. 
